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Fig. S1 Correlation between the number of differentially expressed genes and that of HERVs.
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Fig. S2 Correlation between differentially expressed HERVs in each dataset. A Correlation matrix between
the DEHERVs of each dataset. Correlation values are presented in the upper panel in circle, where color
intensity (light to dark) and the size of the circle (small to big) are proportional to the correlation coefficients.
The numbers of overlapping DEHERVs of datasets in pairs are listed in the lower panel. B Number of
DEHERV loci after different post-infection periods for HCV, CCHFV, and RHV. The red and green bars
represent the number of up-regulated and down-regulated genes or HERV, respectively, and the gray lines
represent the total numbers.

WWW.virosin.org



ENSG00000225536= p= I -

chrl_1

27675000

ENSG00000126709 = N S

chr1_2

27685000 27695000

—276 72000 27670000 —27668000 —27666000

ENSG00000137965 = -

chri_3
78650000

—-59195000

-89270000

e

6370000

78655000 78660000

ENSGOO000162654
chrl_4

-89190000  -89185000

ENSGOO000154451
chrl_5

—89265000 -897260000

ENSGO0000134321
chr2_1

5380000

162280000623000006232000062340000 62360000

C>»> P

— 162320000

6380000

ENSGO0000115271==}}
chr2_2

ENSGO0000115267
chrz_3

— 162250000

122560000 122570000

— 162300000

ENSG00000163840_p, )
chrd_1

122540000

—-122570000-122560006-122550000-122540000-122530000

ENSCLODOCTIEEY s e >

122550000

ENSGO0000138496 ’
chra_2

chrd_1 - - - -
§8330000 3400000 §8420000 838440000
EMECOIMCOMIEEE o e
chrd 2

88460000 88470000 88480000 88480000 88500000

FNSCOIIOTEN ———————-

chrd 3 g
168330000

—-168500000

—183300000 —183270000 —168240000

ENSGO0000181381

chrd_4

—-168450000 -168400000

—-168350000

3/5

—> s ENSGO0000 234 290

chro
132475000

1 = ENSG 00000105939

=132473000 —-132471000 -132463000

chr?

—139700000  -139080000  —139060000
e f= ENSG00000 107 201
hro
~32525000  -32500000 32475000 32450000
s e e e e ENSGO0000185745
chr10
89395000 89400000 89405000 89410000
N T e ENSGO0000111331
chr12_1
112940000 112950000 112860000 112970000
= EMSG00000 111335
chr12_2 r 7 T T
112980000 112990000 113000000 113010000
I S ENSG00000135114
chr12_3
-121040000 121035000 -121030000 —121025000 -121020000
'
- ENSG00000140853
chr16
57000000 57020000 57040000 57060000 57080000
- ENSG00000 105559
chr19_1 g T T T
-F3870000 ~48360000 -48350000 -48840000
B> W= ENSG 00000087074
chr19_2
48840000 48850000 48360000 48870000
b P - ENSG 00000205300
chr2i
-4030000 -4085000 -4080000 -4075000 -4070000
1 - ENSGO0000221963
chr?2_1
35650000 35655000 35860000 35685000
B - ENSG00000100342
Chr22_7 ey 7 v v
36220000 36240000 36250000 36260000
) > ENSG00000128335
r22_3
~36240000 -36235000 -36230000

> Human gene
’ HERY

Fig. S3 Distribution of HERVS relative to their paired genes in 43 common pairs.
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Fig. S4 Distribution of the key DEHERV-G pairs in each dataset.
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Table S1. Summary of RNA-seq data from infected and mock cells.

Table S2. Summary of the 43 common DEHERV-G pairs.

Table S3. STRING analysis of the genes of 43 common DEHERV-G pairs.
Table S4. GO and KEGG analysis of the genes of 43 common DEHERV-G
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